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6 1 A"rCAACAAACACAGATAACAGGAAATGATGCATTCCCTGTG<jTCACTTATTCTAAAGGCC 1 2 0 
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CD-I 
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93 A GAGAPKAGL EEAPAVTAGL 112 

CD-III 

# 
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841 GTATTCAAAATATGCCTGAAACACTACCCAATAATTCCTGCTATTCAGCTGGCATTGCAA 900 
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Figure IB 
Neutrokine-i' 
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CD-X 

9 61 TGGATGGAGATGTCACATTTTTTGGTGCATTGAAACTGCTGTGACCTACTTACACCATGT 10 2 0 

2 73 D G D V TFFGALKL L 2 85 

CD-XI 

10 2 1 CTGTAGCTATTTTrCTCCCTTTCTCTG T ACCTCTAAGAAGAAAGAATCTAACTGAAAATA 10 8 0 
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FIGURE 4 A 

1 50 

HSOAD5 5R A GGNTAACTCT CCTGAGGGGT GAGCCAAGCC CTGCC AT GT A 

HNEDU 1 5 X ...AAATTCA GGATAACTCT CCTGAGGGGT GAGCCAAGCC CTGCCATGTA 

HSLAH84R . AATTCGGCA NAGNAAACTG GTTACTTTTT TATATATGGT CAGGTTTTAT 

HTTBH08R AATTCGGC AC GAGCAAGGCC GGCCTGGAGG AAGCTCCAGC TGTCACCGCG 

51 100 

HSOAD55R GTGCACGCAG GACATCANCA A . . AC AC ANN NNNCAGGAAA TAATCCATTC 

HNEDU 1 5X GTGCACGCAG GACATCAAC A A . . AC AC AG A TAACAGGAAA TGATCCATTC 

HSLAH84R ATACTGATAA GACCTACGCC ATGGGACATC TAGTTCAGAG GAAGAAGGTC 

HLTBM0 8R GGACTGAAAA TCTTTGAACC ACCAGCTCCA GGAGAAGGCA ACTCCAGTCA 

101 150 

HSOAD5 5R CCTGTGGTCA CTTATTCTAA AGGCCCCAAC CTTCAAAGTT CAAGTAGTGA 

HNEDU 1 5 X CCTGTGGTCA CTTATTCTAA AGGCCCCAAC CTTCAAAGTT CAAGTAGTGA 

HSLAH8 4R CATGTCTTTG GGGATGAATT GAGTCTGGTG ACTTTGTTTC GATGTATTCA 

HLTBM0 8R GAACAGCAGA AATAAGCGTG CCGTTCAGGG TCCAGAAGAA ACAGTCACTC 

151 200 

HSOAD5 5R TATGGATGAC TCCACAGAAA GGGAGCAGTC ACGCCTTACT TCTTGCCTTA 

HNEDU 1 5X TATGGATGAC TCCACAGAAA GGGAGCAGTC ACGCCTTACT TCTTGCCTTA 

HSLAH84R AAATATGCCT G AAAC AC T AC CCAATAATTC CTGCTATTCA GCTGGCATTG 

HLTBM08R AAGACTGCTT GCAACTGNTT GCAGACAGTG AAACACCAAC TATACAAAAA 

201 250 

HSOAD5 5R AGAAAAGAGA AGAAATGAAA CTGNAAGGAG TGTGTTTCCA TCCTCCCACG 

HNEDU 15X AGAAAAGAGA AGAAATGAAA CT.GAAGGAG TGTGTTTCCA TCCTCCCACG 

HSLAH8 4R CAAAACTGGN AGGAAGGA GATGAAC TCCAACTTGC AATACCAGGG 

HLTBM0 8R GGCTCCCTTC TGNTGCCACA TTTGGGCCAA GGAATGGAGA GATTTCTTCG 

251 300 

HSOAD5 5R GAAGGAAAGC CCCTCTNTCC GATCCTCCAA AGACGGAAAG CTGCTGGCTG 

HNEDU 1 5X GAAGGAAAGC CCCTCTGTCC GATCCTCCAA AGACGGAAAG CTGCTGGCTG 

HSLAH84R GAAAATGCAC AATTATCACT GGGATGGAGA TGTTCACATT TTTTGGGTGC 

HLTBM0 8R TCTGGAAACA TTTTGCCAAA CTCTTCAGAT ACTCTTTNCT CTCTGGGAAT 

301 350 

HSOAD55R CAACCTTGNT GNTGGC ATTG TGTTCTTGCT GNCTC AAGGT GGTGTTNTT . 

HNEDU 1 5X CAACCTTGCT GCTGGCACTG CTGTCTTGCT GCCTCACGGT GGTGTCTTTC 

HSLAH84R CATTGAAACT GCTGTGACCT NCTTACANCA NGTGCTGTTN GCTATTTTNC 

HLTBM0 8R CAAAGGAAAA TCTCTACTTA GATTNACACA TTTGTTCCCA TGGGTNTCTT 



HSOAD55R 
HNEDU 1 5X 
HSLAH84R 
HLTBM08R 
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400 



TACCAGGTGG CCGCCCTGCA AGGGGACCTG GCCAGCCTCC GGGCAGAGCT 
CTNCCTNTTC TNTGGTAACC TCTTAGGAAG GAAGGATTCT TAACTGGGAA 
AAGTTTTAAA AGGGGAGTGC CCTTAGGAGG AAAAGGGGAT AAATATTGGC 
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Figure 5A 
Neutrokine-"SV 



1 ATGGA TG AC TC : C AC AG AAAGGG AGO AG TC AC G C C T T AC T T CTTG C C F TAAGAA AAG AG AA -5 ^ 
IMDDSTEREQSR L T S C I, K K R E J 0 



6 1 GAAATG.AAACTGAAGGAGTGTGTTTCCATCCTCCrjACCTGAAGGAAAGCX:C'C'i'CTGTCi::GA 120 

- 1 E M *' ~ K E C V S I LPRKESPSVR 10 

CD-I 

1 2 1 TCCTCCAAAC^ACGGA.AAGCTGCTGGCTGCAACCTTGC"TGCT(3C/:ACTGCTGTCTTGCTGC ISO 

'"'1 5 S K 0 G K L L A A T L I, L A L L S C C_ _ 60 
CD-I 

1 R I CTCACGGTGGTGTCTTlXrTACCTAGGTGGCCGCCCTGCAAGGGGACi^TGGCCAGCCTCCGG 210 

6 1 L _T V V S F Y Q V A _ A L 0GDLA5LR R0 

CD- I I 

2 4 1 gcagagctgcagggccaccacgcggagaagctgccagcaggagcaggagcccccaaggcc 3 00 

8 1 A E L QGHHAEKLPA G A G A P K A 100 

CD-II CD-ITI 

3 0 1 GGCCTGGAGGAAGCTCCAGCTGTCACCGCGGGACTGAAAATCTTTGAACCACCAGCTCCA 160 
10 1 G L EEAPAVTAGLKIFEPPAP 120 

CD-III 

#..... 

.ir> l ggagaaggcaactccagtcagaacagcagaaataagcgtgccgttcagggtccagaagaa 4 20 

12 1 G E G N S S Q N S R N K R A V Q G P E E 140 



4 2 1 acaggatcttacacatttgttccatggcttctcagctttaaaagg(;gaagtgccctagaa 4 80 

14 1TGSYTF VPWLLSFKRGSALE L60 

CD-IV 

4 8 1 gaaaaagagaataaaatattggtcaaagaaactggtiacttttttatatatggtcaggtt 5 40 

161 E K E N K ILVKETGYFFIYGQV 180 

CD-IV CD-V 
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20 1 F G DELS LVTLFRCI QN M P E T 220 

CD-VI 1 1 CD-VI I I 
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CD- IX CD-X 

7 2 l caacttgca^taccaagagaaaatgcacaaatatcactggatggagatgtcacatttttt ^80 

24 1 Q L A I P R ENAQISLDGDV T F F 2 60 
CD-X CD-XT 

781 GGTGCATTGAAACTGCTGTGACCTACTTACACCATGTCTGTAGCTATTTTCCTCCCTTTC 840 

-61 G A L K L L 266 
CD-XI 
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Figure 5B 
Neutrokine-".S V 
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9 0 ] AAA 9 0 3 



Figure 6 
Neutrokine-uSV 
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